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Rgure 1 Nucleotide sequence alignment of LGR6.1 and LGR6.2 and LGR6. 
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Figure 1 (cont) 
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Figure 1 (cont) 
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Rgure 1 (cont.) 
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Figure 2 



LGR e.1 and LOR 6^ tissue dlsMbutlon by TaqWan 
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Figure 3 



L6R6 MIOiEGEGRSARAGQNIiSRAGSARRGAPRDLSMMNLTELQPGLFHHLRFIiEELR^ 

LGR6 . 1 MGRPRLTLVCQ -VSIIISAR DLSMNNLTEIiQPGLFHHLRFLEELRLSGNHLS 

L6R6 . 2 MGRPRLTLVCQ -VSIIISAR DLSMNNLTELQPGLFHHLRFLE ELRLSGNHLS 

* • . * 5* *** ******************************** 

LGR6 HIPGQAFSGLYSLKILMLQNNQLGGIPAEALWELPSLQSL 

LGR6 . 1 HIPGQAFS6LYSLKI mLQM»QLGGIPA£ALW£LPSLQSLRLDANLISLVPERS FEGLSS 

T '^6 . 2 HIPGQ2^SGLYSLKILMLQNNQL6GIPAEAZiWELPSLQSLRLDANLI8LVFERSFBGLSS 
**************************************** 

xs 

\S,1 LRHLWLDDHALTEIPVRALNN LPALQAMTLALNRISHIPDYAFQNLTSLWLHLHNNRIQ 

16.2 LRHLmiDI»IALTEIFVRALKNLPJaiQAHTLALHRISHXPDyAFQ^LTSLVVU 

16 DLNYNKLQEPPVAIRTLGRLQELGPHNNN IKAIPEKAFMGNPLL 

16.1 BLGHISFEGLHNLETLDLNYNKLQEFPVAIRTLGRLQELGFHNIINIRAIPEKAFM^ 

16.2 HLGIHSFEGLHNLETLDLNYNKLQEFPVAIHTLGRLQELGFHNimiKAIPEKAFMGNPL^ 

******************************************** 

16 QTIHFYDNPIQFVGRSAFQYLPKLHTLSLNGAMDIQEFPDLKGTTSLEILTLTRAGIELL 
16 . 1 QTIHFYDNPIQFVGRSAFQYLPKLHXLSLNGAMDIQEFPDLKGTTSLBZLTLTRAGIRLL 
<6 . 2 QTIRLYDNPIQFVGRSAFQYLPKLHTLSLNGAM^IQEFPDLKGTTSLEILTLTRAC^R^ 
**** ************* ******************************************* 

16 ' PSGMCQQLPRLRVLELSHNQIEELPSLBRCQKLEEIGLQHNRIWEIGADTFSQLSSLQAL 

16 . 1 PSGMCQQLPRLRVLELSHNQIEELPSLHRCQKLEEIGLQHNRIWEIGADTFSQLSSLQAL 

16.2 PSGMCQQLPRLRVLELSHNQIEELPSLHRCQBOiEEMElS 

*********************************** • 

16 DLSWH2aRSIHFBAFSTLBSLVKLDLTI31K2LTTLPLAGLGGLMRLKLKGHL2^ 

16 . 1 DLSWMAIRSIHPEAFSTLHSLVKLDLTDNQLTTliPL2lGLGGLMHLKLK6£nJaSQ^ 

16.2 GGLYFLPPS 

*** .* , 

l6 SFPKLRILEVP ^^ij^aPYGMCASFFKASGQWEAEDLHLDDEESSKRPLGLLJ^AE^ 

l6 . 1 SFPKLRILEVP Y^^^PYGMC&SFFKASGQf9EAEDLHLDDEESSKRPLGLLARQAENHY 

t6 . 2 ARGANSGARV 

* * *.. : 

t6 DQDLDELQLEMBDSKPHPSVQCSPTP ilp^^^ESWGIBLaVHAIVLLSVLaffGLVL 

16.1 DQDLDELQLEMEDSKPHPSVOCSPTF ^^|§|lFESW6IRLAVWAIVLLSVLCNGLVL 

16 LTVFiVSGPVPIiPPVKFVVGAlAGAHTLTGISCGLU^SVDMtTFGQFSEYGARHETGLGCR 
L6 . 1 LTVFftGGPVPLPFVKFVVGAIAGANTLTGISCGLLASVDJOiTFGQFSBYGABMETGLGC^ 
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l6 ATGFLAVLGSEASVLLLTLAAVQCSVSVSCVRAYGKSPSLGSVRAGVLGCLALAGLAAAL 
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-6 PL2^6BY6ASPLCLPYAPPEGQPAALGFTVALVHMNSFCFLVVA62^YIKLYCDLP 

^6.1 PUlSVGEYGASPLCLPYAPPEGQPAALGFTVMiVMbSHSFCFLWAGAYZKLYCDLP ^Hf 
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.6.2 
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Figure 3 (cont) 

LGR6 PLIiYLLFNFHFRDDLR IUiRFRAGDSGPLAYAAAGEIJSKSSCDSTQMiVAFSDVDLILEAlS 
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Rgune 4. 

Domains within the queiy sequence LGR6 of 828 residues 

1 100 200 
I 1 1 




•mains within the query sequence LGR6.1 of 915 residues 
100 20 0 




•mains within the query sequence LGR6^ of 348 residues 

100 200 
1 1 




insmembrane segments as predicted liy the TMHMM2 program (»), coiled coil regions detennined by 
CoSsZ program (""^ and Segments of low compositional complexity, detennined tyy the SBG program 

signal peptides determi ned by the SigcteBy^ program GPI anchors are Indicated b^jj 
gions containing repeats detected by Prosoero. but not covered by domains are indicated by 



